Real time PCR analysis of the mRNA expression of Cldn2 and 3, normalized to Rpl30, in the Snail-inducible murine lung adenocarcinoma cell line SV2 treated for 0, 3 or 6 days with doxycycline, relative to the non-induced condition (n = 3).
Supplementary Figure 2: "Snail activated" genes contain numerous proinflammatory genes. (A) Venn diagrams
representing the intersection between differentially expressed genes (p-value < 0.1), upregulated (log fold change > 0) in individual Snail overexpressing (n = 4) compared to control (n = 4) tumors and downregulated (log fold change < 0) in individual Snail knockdown (n = 5) relative to control (n = 6) tumors, containing "Snail activated" genes, based on microarray analysis. (B) Heatmaps depicting the expression levels of the genes annotated with the GO term "immunological process", including many genes involved in interferon and TNF signaling, which represent 49 % of the "Snail activated" genes upregulated in individual Snail overexpressing (n = 4) compared to control (n = 4) tumors and downregulated in individual Snail knockdown (n = 5) relative to control (n = 6) tumors, based on microarray analysis. OE: overexpression, KD: knockdown. 
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